ABSTRACT We present here the genome sequence of Pasteurella multocida 232, a bacterium that is associated with pneumonia in humans as well as in many animal species. The genome of Pasteurella multocida 232 has an N 50 value of 187.32 kb and a total size of 2.34 Mb.
coverage, and an expected coverage value of 200ϫ. The resulting assembly had an N 50 scaffold size of 187,320 bp, a maximum scaffold size of 525,608 bp, and a total of 2,232,239 bp. Initial gene models for analysis and quality of assembly evaluation were produced using the Prodigal version 2.6.3 (12) prokaryotic gene-calling program. Runtime Prodigal settings were the standard software settings recommended for complete genomes. Prodigal produced 2,054 protein-coding gene models in total. All predicted protein sequences derived from the assembly were functionally annotated using a combination of homology and conserved domain search using NCBI BLASTϩ version 2.8.1 (13) and HMMER version 3.0 (14) against the formatted Pfam 32.0 database. Standard recommended settings were used for both BLAST and hmmscan. Public gene models associated with the accession were generated with the NCBI Prokaryotic Genome Annotation Pipeline (15) .
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number SJDX00000000. The version described in this paper is the first version, SJDX01000000. The sequences have been submitted to the Sequence Read Archive (SRA) under the accession number SRX5524447.
